Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.037; wR factor = 0.101; data-to-parameter ratio = 11.5.
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Financial support from the University of Łó dź and the Medical University of Łó dź to MC) is gratefully acknowledged. The authors thank Dr Oliver Presly from Oxford Diffraction for collecting the data. parison to previuos examined structures However, it was found the elongation and shortening of C4═O4 and C3-N1 bonds, respectively. The π-electron delocalization effect is not so evident as in earlier investigated structures. It is associated with lack of the planarity and non-aromatic character of main part of molecule.
The packing of the molecules in the crystal lattice is stabilized via C-H···O hydrogen bonds (Table 1) Bonds distances and angles are in a good agreement with expected values.
Experimental 4-Oxo-4H-1-benzopyran-3-carboxaldehyde (0.348 g, 0.002 mol) was dissolved in hot toluene (20 ml) together with a small amount of p-toluenesulphonic acid as a catalyst. Resulting solution was kept under reflux while the solution of 3,4,5-trimethoxyaniline (0.366 g, 0.002 mol) in toluene (20 ml) was slowly added. When the addition was finished, the solution was kept under reflux for following 3 h. Then it was left in room temperature for 24 h. Approximately half of the solvent was removed under reduced pressure and resulting solution was left in the refrigerator for 48 h. Obtained precipitate was filtered off, added to 30 ml of methanol and refluxed for 30 minutes. The hot solution was filtered off to remove insolubilities. Then it was left in room temperature for 2 h. Approximately half of the solvent was removed under reduced pressure. Next the solution was left in the refrigerator for 4 days. Resulting precipitate was filtered off, washed with small amount of methanol and diethyl ether and dried under reduced pressure. supplementary materials sup-2 Refinement All H-atoms were positioned geometrically and refined with a riding model; for methyl H atoms U iso were constrained to be 1.5 times U eq of the carrier atom and C-H=0.98 Å; for others H atoms U iso were constrained to be 1.2 times U eq of the carrier atom and C-H=0.95 Å, 0.88 Å, for aromatic, amine groups, respectively. The incomplete data sets was collected due to poor quality, weakly diffracted crystal. Fig. 1 . Molecular structure of the title compound, showing the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. The N1-H1···O4 hydrogen bond classified as resonance assisted hydrogen bond (RAHB) is shown as dashed line. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures

2-Methoxy
-3-[(3,4,5-trimethoxyanilino)methylidene]-3,4-dihydro-2H-1-benzopyran-4-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 1.23908 (9) 0.33541 (5) (7) 0.0037 (7) C5 0.0277 (10) 0.0290 (9) 0.0260 (9) −0.0047 (7) 0.0037 (7) 0.0025 (7) C6 0.0344 (10) 0.0290 (9) 0.0288 (9) −0.0099 (7) −0.0031 (8) 0.0020 (7) C7 0.0222 (9) 0.0375 (10) 0.0343 (10) −0.0095 (7) −0.0037 (8) 0.0096 (8) C8 0.0179 (9) 0.0379 (10) 0.0294 (9) −0.0026 (7) 0.0003 (7) 0.0062 (8) (9) 0.0057 (7) 0.0036 (7) −0.0035 (7) C13 0.0213 (9) 0.0224 (8) 0.0365 (10) −0.0035 (6) 0.0009 (7) 0.0008 (7) 
